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Please replace claims 1, 2, 5, 8-10, 17 and 20-27 as follow: 



1 . (Twice Amended) A synthetic or isolated nucleic acid fragment which comprises a 
cleotide sequence that is identical or fully complementary to a first sequence starting at 



nucleotide 1232 and ending at nucleotide 1825 of S^EQ ID NO: 1 or the corresponding RNA 
sequence. 




2. (Twice Amended) The nucleic acid fragment according to claim 1, wherein said 
nucleotide sequence is identical or fully complementary to a second sequence starting at 



nucleotide 1232 and ending at nucleotide 2207 of SEQ ID NO: 1 or the corresponding RNA 



sequence. 



| 5. (Twice Amended) A probe for identifying Trypanosoma cruzi, said probe 
comprising a segment of at least five contiguous nucleotides of a nucleic acid consisting of a 




nucleotide sequence that is identicaLOT fully complementary to a sequence starting at 
nucleotide 1232 and ending^Tnucleotide 2207 of SEQ ID NO: 1 or the corresponding RNA 
sequence, wherein spkfprobe contains no more than 100 nucleotides. 



'8T(Twice Amended) A primer fat amplifying a nucleotide sequence, said primer 



comprising a segment of at leastfi^contiguous nucleotides of a nucleic acid consisting of a 
nucleotide sequence that is identical or fully complementary to a sequence starting at 
nucleotide 1232 and ending at nucleotide 2207 of SEQ ID NO: 1 or the corresponding RNA 




sequence, wherein>^aid primer contains no more than 1 00 nucleotides. 




\ 9. (Amepded) ^^Fne primer according to claim 8, wherein said primer comprises|5 to \^ 
30 nucleotide; 



primer according to claim 9, wherein said primer 



comprises a nucleotide sequence s 
ID Np:9, SEQ ID NO: 10 and SEQ ID 




from the group consisting of SEQ ID NO:8, SEQ 



Applications. 09/138/735. 






1 7. (Twice Amended) The reagept^ccording to claim 1 1 , further comprising at least 
one primer comprising a segmentof at least five contiguous nucleotides of a nucleic acid 
which comprises a nucleotide'sequence that is identical or fully complementary to a first 



sequence starting at nucleotide 1232 and ending at nucleotide 1825 of SEQ ID NO: 1 or the 



rresponding RNA sequence. 



20. (Twice Amended) The method accppdifig to claim 18, wherein before said DNA 
< ^ > U^ is exposed to said probe, said DNA is^lfiplified in the presence of an enzymatic system with 

at least one primer, wherein saidprimer comprises a segment of at least five contiguous 
nucleotides of a nucleic acid/sequence that is identical or fully complementary to a sequence 
identified in SEQ ID NQ< 1 or the corresponding RNA sequence. 

21. (Amended) A synthejic or isolated nucleic acid fragr^ent that comprises a 
nucleotide sequence hav^/ior at least one segment of 30 contiguous nucleotides, at 
least 85% homology with a segment of 30 contiguous nucleotides of a sequence starting at 
nucleotide 1232 and ending at nucleotide 2207 of SEQ IEyNO: 1 or the corresponding RNA 




sequent 



t 



22. (Amended) The nucleic acid fragment of daim 21, said nucleotide sequence 
having, for at least one segment of 30 contiguous nucleotides, at least 85% homology with a 
^egment of 30 contiguous nucleotides of the sequence starting at nucleotide 1232 and ending 
! at nucleotide 1825 of SEQ ID NO: 1 or the corresponding RNA sequence. 



23. (Amended) The nucleic acid fragment of claim 21, said nucleotide sequence 



/ 

i 

I 

/ having, for at least one segment of 30 contiguous nucleotides, at least 85% homology with a 

« 

4 

segment of 30 contiguous nucleotide^ of the sequence starting at nucleotide 1266 and ending 
'at-nucleotide 2207 of SEQ ID NO: 1 or the corresponding RNA sequence. 

24. (Amended) The nucleic acid fragment of claim 21, wherein said nucleotide 
sequence is identical or fuHy complementary to a second nucleotide sequence starting at 
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nucleo/tide 1266 and ending at nucleotide 2207 of SEQ ID NO: 1 or the corresponding RNA 



sequence. 




25. (Amended) A probe according to claim 5, wherein said nucleotide sequence is 
identical or fully complementary to a sequence starting at nucleotide 1232 and ending at 



cleotide 1825 of SEQ ID NO: 1 or the corresponding RNA sequence. 

26. (Amended) A probe according to claim 5, wherein said nucleotide sequence is 
identical or fully complementary to a sequence smiting at nucleotide 1 266 and ending at 
nucleotide 2207 of SEQ ID NO: 1 or the corresponding RNA sequence. 

27. (Amended) A process for detecting and/or identifying Trypanosoma cruzi in a 
biological sample, comprising: 

exposing DNA or RNA from the sample to a probe under such conditions that 
said probe hybridizes to a nucleotide sequence identical or fully complementary to a sequence 
starting at nucleotide 1232 and ending at^iucleotide 2207 of SEQ ID NO: 1 or the 
corresponding RNA sequence; and 



detecting hybridization of the probe to said DNA or RNA to detect and/or 



identify Trypanosoma cruzi. 



REMARKS 



By this Amendment, claims 1, 2, 5, 7-27, 29 and 31-35 are pending. Claims 6, 28 and 
30 are canceled and claims 1, 2, 5, 8-10, 17 and 20-27 are amended herein. No new matter is 



added. 



The attached Appendix includes marked-up copies of each rewritten claim (37 C.F.R. 



1.121(c)(ii)). 
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